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Fig. 3 
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Fig. 5 
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Fig . 6 

5 



9 18 27 36 45 54 

GTG GGC ATG GTG GGC AAC ATC CTG CTG CTC CTG GTG ATC GCG CGG GTC CGC CGG 



Val Gly Mec Val Gly Asn lie Leu Leu Val Leu Val lie Ala Arg Val Arg Arg 

63 72 81 90 99 108 

CTG TAC AAC GTG ACG AAT TTC CTC ATC GGC AAC CTG GCC TTG TCC GAC GTG CTC 

Leu Tyr Asn Val Thr Asn Phe Leu lie Gly Asn Leu Ala Leu Ser Asp Val Leu 

117 126 135 144 153 162 

ATG TGC ACC GCC TGC GTG CCG CTC ACG CTG GCC TAT GCC TTC GAG CCA CGC GGC 

Mec Cys Thr Ala Cys Val Pro Leu Thr Leu Ala Tyr Ala Phe Glu Pro Arg Gly 

171 180 189 198 207 215 

TGG GTG TTC GGC GGC GGC CTG TGC CAC CTG GTC TTC TTC CTG CAG GCG GTC ACC 

Try Val Phe Gly Gly Gly Leu Cys His Leu Val Phe Phe Leu Gin Ala Val Thr 

225 234 243 252 261 270 

GTC TAT GTG TCG GTG TTC ACG CTC ACC ACC ATC GCA GTG GAC CGC TAC GTC GTG 

Val Tyr Val Ser Val Phe Thr Leu Thr Thr lie Ala Val Asp Arg Tyr Val Val 

279 238 297 306 315 324 

CTG GTG CAC CCG CTG AGG CGG CGC ATC TCG CTG CGC CTC AGC GCC TAC GCT GTG 

Leu Val His Pro Leu Arg Arg Arg lie Ser Leu Arg Leu Ser Ala Tyr Ala Val 

333 342 351 360 369 378 

CTG GCC ATC TGG GTG CTG TCC GCG GTG CTG GCG CTG CCC GCC GCC GTG CAC ACC 

Leu Ala lie Trp Val Leu Ser Ala Val Leu Ala Leu Pro Ala Ala Val His Thr 

387 396 405 414 423 432 

TAT CAC GTG GAG CTC AAG CCG CAC GAC GTG CGC CTC TGC GAG GAG TTC TGG GGC 

Tyr His Val Glu Leu Lys Pro His Asp Val Arg Leu Cys Glu Glu Phe Trp Gly 

441 450 459 468 477 486 

TCC CAG GAG CGC CAG CGC CAG CTC TAC GCC TGG GGG CTG CTG CTG GTC ACC TAC 

Ser Gin Glu Arg Gin Arg Gin Leu Tyr Ala Trp Gly Leu Leu Leu Val Thr Tyr 

495 504 513 522 531 540 

CTG CTC CCT CTG CTG GTC ATC CTC CTG TCT TAC GCC CGG GTG TCA GTG AAG CTC 

Leu Leu Pro Leu Leu Val lie Leu Leu Ser Tyr Ala Arg Val Ser Val Lys Leu 

549 558 567 576 585 594 

CGC AAC CGC GTG GTG CCG GGC CGC GTG ACC CAG AGC CAG GCC GAC TGG GAC CGC 

Arg Asn Arg Val Val Pro Gly Arg Val Thr Gin Ser Gin Ala Asp Trp Asp Arg 

603 612 621 630 639 648 

GCT CGG CGC CGG CGC ACC TTC TGC TTG CTG GTG GTG GTC GTG GTG GTG TTC ACC 

Ala Arg Arg Arg Arg Thr Phe Cys Leu Leu Val Val Val Val Val Val Phe Thr 



657 666 
CTC TGC TGG CTG CCC TTC TTC 3 

Leu Cys Trp Leu Pro Phe Phe 
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Fig. 7 
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Fig. 9 

1 CATCGTCAAGCAGATGAAGATCATC CACGAGGATGGCTACTCCG AGGGCCAGCAGAAATT 60 

1 1 

61 CTGCCCCTTCTTCCCGCGAGTGCTTTCCCGCTC 120 

1 Mec 1 

.121 GCCTCATCGACCACTCGGGGCCCCA^ 180 

2 AlaSerSerThrThrArgGlyProArgValSarAspLeuPheSerGlyLeuProProAla 21 

181 GTCACAACTCCCGCCAACCAGAGCGCAGAGGCCIGGGCGGGCAACGGGTCGGTGGCT^ 240 

22 ValThrThrProAlaAsnGlnSerAlaGluAlaSerAlaGlyAsnGlySerValAlaGly 41 

241 GCGGACGCTCCAGCCGTCACGCCCTTCCAGAGCCTGCAGCTGGTGCATCAGCTGA^ 300 

42, AlaAspAlaProAlaValThrProPheGlnSerLeuGlnLeuValHisGlnLeuLysGly 61 

301 CTGATCGT3CTGCTCTACAGCGTCGTGGTGGTCGTGG 360 

6x LeuIleValLeuLeuTyrSerValValValValValGlyLeuValGlyAsnCysLeuI.eu 81 

361 GTGCTGGTGATCGCGCGGGTCCGCCGGCTGCAC^ 420 

92 ValLeuVallleAlaArgValArgArgLeuHisAsnValThrAsnPheLeuIleGlyAsn 101 

421 CTGGCCTIGTCCGACGTGCrCATGTGCACCGCCTGCGTGCCGCT 480 

102 LeuAlaLeuSerAspValLeuMecCysThrAlaCysValProLeuThrLeuAlaTyrAla 121 

481 TIGGAGCCACGCGGCIGGGTGTTCGGCGGCGGCCTGTGCCACC^ 540 

j 21 PheGlxiProArgGlyTrpValPheGlyGlyGlyLeuCysHisLeuValPhePheLeuGln 141 

541 CCGGTCACCGTCTATGTGTCGGTCTTCACGCTCA.CCA 600 

14-i ProValThrValTyrValSerValPheThrLeuThxThrlleAlaValAspArgTyrVal 161 

501 GTGCT3GTGCACCCGCTGAGGCGGCGCATCTCGCTGCGCCTCAGCGCCTACGCTG 660 

16Z VaJXeuValHisProLeuArgArgArglleSerLeuArgLeuSerAlaTyrAlaValLeu 181 

661 GCCATCIGGGCGCTGTCCGCGGTGCIGGCGCTGCCCGCCGCCGTGCACACCTATC 720 

(?2 AlalleTrpAlaLeiJSerAlaValLeuALaLeuProMaMaValHisThrTyrHisVal 201 

721 GAGCTCAAGCCGCACGACGTGCGGCTCTGOGAGGAGTTCTO 780 

101 GluLeuLysProHisAspValArgLeuCysGluGluPheTrpGlySerGlr.GluArgGlri 221 

781 CGCCAGCTCTACGCCTGGGGGCIGCTGCTGGTCA 840 

222. ArgGlnLeuTyrAlaTrpGlyLeuLeuLeuValT^ 241 

341 CTCCTGTCTTACGTCCGGGTGTC\GTGAAGCieCGCAACCGCGTGG 900 

LeuLeuSeriyrValArgValSerValLysLeuArgAsnArgValValProGlyCysVal 261 

901 ACCGAGAGCCAGGCCGACTGGGACCGCGCTCGGCGCCGGCGCACCTTCTGCITGCTGGTG 960 

Xbl ThrGlnSerGlnAlaAspTrpAspArgAlaArgArgArgArgThrPheCysLeuLeuVa 281 

• 961 GTGGTCGTGGTGGTGTTCGCCGTCTGCTGGCIGCCGCTGCACGTCT 1020 

2*2 ValValValValValPheAlaValCysTrpLeuProLeuHisValPheAsnLeuLeuArg 301 

1021 GACCTCGACCCCCACGCCATCGACCCITACGCCTTIGGGCIGGTGCAGCIGCTC 1080 

3o2 AspLeuAspProHisAlalleAspProTyrAlaPheGlyLeuValGlnLeuLeuCysHis 321 

1Q81 TGGCrCGCCATGAGTTCGGCCTGCTACAACCCCTTpVTCT 1140 

jxi TrpLeuAlaMetSerSerMaCysTyrAsnProPhelleTyrAlaTrpLeuHisAspSer 341 

1141 TTCCGCGAGGAGCTGCGCAAACTGTTGGTCGCrrGGCCCCGCAAGATAGCCCCCCATGGC 1200 

34-1 PheArgGluGluLeuArgLysLeuLeuValAlaTrpProArgLysIleAlaProHisGly 361 

1.101 CAGAATA1GACCGTCAG03TGGTCATCTGATGCGACTTAGGCAGGC 1260 

2bl GlnAsnMetThrValSerValValIle-* # 371 

1261 TCCACTTCAACIX^CCTCCTAGGGCACCACTCGAGGTCAATCTGGTGC 1320 

371 



1321 CCAGAGCTAGC 



1331 
371 
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Fig. 10 
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Fig. 12 
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Fig. 13 



o o o 
u~) in co 



o o 
o o 

r-i r-i 



CN 



O O «H 

in in r- 



O O cH 
O ON 
£N H 



O O r-i 

m in r- 

(N CN H 



i.ll 



! =1 






iH r-i 



Cn 
I 




o 

CO 



►J J 


9h Eh 






Bin 


> > 




CO CO 




t> > 


Egg 


^ >* 


9 


eg 


1 






CW C" 

tT! Ct_i 


1 


M-h1 M-i 

33 


8 




1 


u a 






O O 




U (J 


H 






fa fa 




i> > 


IP 


6 3 






Sf| 


a. fx, 


K 


fa w 


Off 



H H cn 
in in cn 



o 
in 



o 



Q 


Q 


X 


X 




a> 








3 



o 
o 

CN 



fa cc fa 

c2 2 c§ 
QQQ 

< < ^ 
o o o 

CO CO CO 



o o o 

di P-i Cli 

> p- \> 

s s e 

fa fa fa 



fa 


fa 


fa 






fa 




> 


> 


CO 


CO 


CO 


> 


> 


> 


fa 


fa 


fa 






>* 


>* 




CO 


CO 


CO 


fa 


J 






o 
in 

CN 



o 
ro 

CN 




o 

r-i 

i 

CN CN CO 
0* I rO 
cn ro CO 



CN CN CO 

fa I ro 
cn ro co 



o 
«— I 
i 

r-i 

& 

*-«* 
CN CN CO 

0* i ro 
cn ro CO 



o 

r-i 

I 

i-C 

a 

CN CN CO 

O-i I ro 
cn ro CO 



o 

r-i 
I 

r-i 



CN CN 00 
fa I rO 

cn ro CO 



3, a "a H Q as 




Position of amino acid on amino acid sequence 



15/61 



Fig. 15 
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Fig. 16 
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Fig. 17 
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Fig. 18 
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Fig. 21 
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Fig. 22 

P5-1 

9 IB * 27 36 45 54 

GCC CAC CAG CAC TCC ATG GAG ATC CGC ACC CCC GAC ATC AAC CCT GCC TGG TAC 



Ala His Gin His Ser Mec Glu lie Arg Thr Pro Asp lie Asn Pro Al 

63 72 
GCG GGC CGT GGG ATC CGG CCC G 3 * 



a Trp Tyr 



Ala Gly Arg Gly lie Arg Pro 



P3-2 
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Fig. 23 

1 GTGGAATGAAGGCGGTGGGGGCCTGGCTCCTCTGCCTGCTGCTGCTGGGCCTGGCCCTG 59 

1 MetLysAlaValGlyAlaTrpLeuLeuCysLeuLeuLeuLeuGlyLeuAlaLeu 18 

6 0 CAGGGGGCTGCCAGCAGAGCCCACCAGCACTCCATGGAGATCCGCACCCCCGACATCAAC 119 

19 GlnGlyAlaAlaSerArgAlaHisGlnHisSerMecGlu IleArgThrProAspIleAsn 3 8 

PDN ~~ 

120 CCTGCCT 126 

39 ProAla 40 
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: n 



BE 




m 
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Fig. 24(a) 

1 GTGGAATGAAGGCGGTGGGGGCCTGGCTCCTCTGCCTGCTGCTGCTGGGCCTGGCCCTG 5 9 

1 MecLysAlaValGlyAlaTrpLeuLeuCysLeuLeuLeuLeuGlyLeuAlaLeu 18 



60 CAGGGGGCTGCCkGCAGAGCCCACCAGCACTCCATGGAGATCCGCACCCCCGACATCAAC 119 
19 ninGlvAlaAla SerAraAlaHisGlnHisSerMet GluIleArgThrProAspIleAsn 38 



12 0 CCTGCCTGGTACGCRGGCCGTGGGATCCGGCCCGTGGGCtGCTTCGGCCGGCGAAGAGCT 179 
3 9 ProAlaTrpTyrAlaGlyArgGlyIleArgProValGly\rgPheGlyArgArgArgAla 58 



1 8 0 GCCCCGGGGGACGGACCCAGGCCTGGCCCCCGGCGTGTGCCGGCCTGCTTCCGCCTGGAA 2 3 9 

59 AlaProGlyAspGlyProArgProGlyProArgArgValProAlaCysPheArgLeuGlu 78 

2 4 0 GGCGGYGCTGAGCCCTCCCGAGCCCTCCCGGGGCGGCTGACGGCCCAGCTGGTCC AGGAA 299 

79 GlyGlyAlaGluProSerArgAlaLeuProGlyArgLeuThrAlaGlnLeuValGlnGlu 98 



£ 3 00 

£ 98 



TAACAGCGGGAGCCTGCCCCCCACCCCTCCTCCTCCACCAGCCACCTTCCCTCCAGTCCT 



3 60 AATAAAAGCAGCTGGCTTGTT 
98 



359 
98 

380 
98 



Q 
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Fig. 24(b) 

1 GTGGAATGAAGGCGGTGGGGGCCTGGCTCCTCTGCCTGCTGCTGCTGGGCCTGGCCCTG 
1 MeCLysAlaValGlyAlaTrpLeuLeuCysLeuLeuLeuLeuGlyLeuAlaLeu 

60 CAGGGGGCTGCCkGCAGAGCCCACCAGCACTCCATGGAGATCCGCACCCCCGACATCAAC 
19 mnfllvAlaAla berArqAlaHisGlnHisSerMetGl uIleArgThrProAspIleAsn 

3.20 CCTGCCTGGTACGCRGGCCGTGGGATCCGGCCCGTGGGCbGCTTCGGCCGGCGAAGAGCT 
39 ProAlaTrpTyrAlaGlyArgGlylleArgProValGlyK rgPheGlyArgArgArgAla 

1 8 0 GCCCTGGGGGACGGACCCAGGCCTGGCCCCCGGCGTGTGCCGGCCTGCTTCCGCCTGGAA 
59 AlaLeuGlyAspGlyProArgProGlyProArgArgValProAlaCysPheArgLeuGlu 

240 GGCGGYGCTGAGCCCTCCCGAGCCCTCCCGGGGCGGCTGACGGCCCAGCTGGTCCAGGAA 
79 GlyGlyAlaGluProSerArgAlaLeuProGlyArgLeuThrAlaGlnLeuValGlnGlu 

3 0 0 TAACAGCGGGAGCCTGCCCCCCACCCCTCCTCCTCCACCAGCCACCTTCCCTCCAGTCCT 
98 



3 60 AATAAAAGCAGCTGGCTTGTT 



09M465*> 



26/61 



Fig. 25 
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Peptide cone. ( x 10" 9 M) 
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Fig. 27 
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40 
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Fig. 30 
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Fig. 31 
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ATG AAG GCG GTG GGG GCC TGG CTC CTC TGC CTG CTG CTG CTG GGC CTG GCC CTG 

MKAVGAWLLCLLLLGLAL 

63 72 81 90 99 108 

CAG GGG GCT GCC AGC AGA GCC CAC CAG CAC TCC ATG GAG ATC CGC ACC CCC GAC 

QGAASRAHQHSMEIRTPD' 

117 126 135 144 153 162 

ATC AAC CCT GCC TGG TAC CCA GGC CGT GGG ATC CGG CCC GTG GGC CGC TTC GGC 

INPAWYAGRG IRPVGRFG 

171 180 189 198 207 216 

CGG CGA AGA GCT GCC CTG GGG GAC GGA CCC AGG CCT GGC CCC CGG CGT GTG CCG 

RRRAALGDGPRPGPRRVP 

225 234 243 252 261 270 

GCC TGC TTC CGC CTG GAA GGC GGT GCT GAG CCC TCC CGA GCC CTC CCG GGG CGG 

ACFRLEGGAEP .SRAL_ P G_ R_ 
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Fig. 32 



1 GGCATCATCCAGGAAGACGGAGCATGGCCCTGAAGACGTGGCTTCTGTGCTTGCTGCTG 59 

1 MeCAlaLeuLysThrTrpLeuLeuCysLeuLeuLeu 12 

6 0 CTAAGCTTGGTCCTCCC AGGGGCTTCCAGCCGAGCCCACCAGCACTCCATGG AGACAAGA 119 

13 LeuSerLeuValLeuProGlyAlaSerSerArgAlaHisGlnHisSerMetGluThrArg 3 2 

120 ACCCCTGATATCAATCCTGCCTGGTACACGGGCCGCGGGATCAGGCCTGTGGGCCGCTTC 17 9 

33 ThrProAspIleAsnProAlaTrpTyrThrGlyArgGlylleArgProValGlyArgPhe 5 2 

180 GGCAGGAGAAGGGCAACCCCGAGGGATGTCACTGGACTTGGCCAACTCAGCTGCCTCCCA 23 9 

5 3 GlyArgArgArgAlaThrProArgAspValThrGlyLeuGlyGlriLeuSerCysLeuPro 7 2 

240 CTGGATGGACGCACCAAGTTCTCTCAGCGTGGATAACACCCC AGCTCGAGAAGACAGTGC 299 

73 LeuAspGlyArgThrLysPheSerGlnArgGly*** 83 

300 TGCTGAGCCCAAGCCCACACTCCCTGTCCCCTGCAGACCCTCCTCTACCCTCCCTCTCCT 359 

83 \ 83 

360 CTGCT 3 64 

83 8 3 
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Fig. 33 

bovine . aa 

bovine . seq 
rac.seq 

bovine . aa 

bovine . seq 
rac . seq 

bovine . aa 

bovine . seq 
rac . seq 

bovine . aa 

bovine. seq 
rac . seq 

bovine . aa 

bovine. seq 
rac . seq 

bovine . aa 

bovine . seq 
rac.seq 

bovine. aa 

bovine. seq 
rac . seq 



bovine . seq 
rac . seq 



M K A VGA WLL 
10 20 30 40 SO 

-18 GT GGAATGAAGG CGGTGGGGGC CTGGCTCCTC 32 

1 GGCATCATCC AGGAAGACGG AGCATG G CCCTGAAG AC GTGGCTTCTG 50 

CLLL LGLA LQ GAAS RAH 
60 70 80 90 100 

33 TGCCTGCTGC TGCTGGGCCT GGCCCTGCAG GGGGCTGCCA GCAGAGCCCA 82 
51 TGCTTGCTGC JCC TAAGCTT GGTCCTCCCA GGGGCTTCCA GCCGAGCCCA 100 

QHS MEIR T P D IMP AWYA 
110 120 130 140 150 

83 CCAGCACTCC ATGGAGATCC GCACCCCCGA CATCAACCCT GCCTGGTACG 132 

101 CCAGCACTCC ATGGAGACAA GAACCCCTGA TATCAATCCT GCCTQGTACA 150 

GRG IRP VGRF GRR RAA 

ISO 170 180 190 200 

133 CGGGCCGTGG GATCCGGCCC GTGGGCCGCT TCGGCCGGCG AAGAGCTGCC 182 

151 CGGGCCGCGG GATCAGGCC T GT GGGCCGCT TCGGCAGGAG AAGGGCAAC C 200 

R4 — ^ 

PGDG P R P GPR RVPA CFR 

210__ _ 220_ 230 240 250 

183 OTGGGGGACG GACCCAGGCC TGGCCCCCGG CGTGTGCCGG CCTGCTTCCG 232 
201 CCGAGGGATG TCACTGGACT TGGC CAACTCA GCTGCCTCCC 250 

LEG GAEP SRA LPGR LTA 
260 270 280 290 300 

233 CCTGGAAGGC GGCGCTGAGC CCTCCCGAGC CCTCCCGGGG CGGCTGACGG 282 
2S1 ACTGGATGGA CGCACCAAGT TCTCTCAGCG TGGATAACAC CCCAGCTCGA 300 

Q L V Q E • 

310 320 330 34Q 350 

283 CCCAGCTGGT CCAGGAATAA CAGCGGGAGC CTGCCCCCCA CCCCTCCTCC 332 
301 GAAGACAGTG CTGCTGAGCC CAAGCCCACA CTCCCTGTCC CCTGCAGACC • 350 

360 370 380 390 400 
333 TCCACCAGCC ACCTTCCCTC CAGTCCTAAT AAAAGCAGCT GGCTTGTT. . 382 
3 51 CTCCTCTACC CTCCCTCTCC TCTGCT 400 
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Pig. 34 

1 GGCCTCCTCGGAGGAGCCAAGGGATGAAGGTGCTGAGGGCCTGGCTCCTGTGCCTGCTG 59 

1 MetLysValLeuArgAlaTrpLeuLeuCysLeuLeu 12 

60 ATGCTGGGCCTGGCCCTGCGGGGAGCTGCAAGTCGTACCCATCGGCACTCCATGGAGATC 119 

13 MecLeuGlyLeuAlaLeuArgGlyAlaAlaSerArgThrHisArgHisSerMetGluIle 32 

120 CGCACCCCTGACATCAATCCTGCCTGGTACGCCAGTCGCGGGATCAGGCCTGTGGGCCGC 179 

3 3 ArgThrProAspIleAsnProAlaTrpTyrAlaSerArgGlylleArgProValGlyArg 52 

180 TTCGGTCGGAGGAGGGCAACCCTGGGGGACGTCCCCAAGCCTGGCCTGCGACCCCGGCTG 239 

53 PheGlyArgArgArgAlaThrLeuGlyAspValProLysProGlyLeuArgProArgLeu 72 

I - 2 40 ACCTGCTTCCCCCTGGAAGGCGGTGCTATGTCGTCCCAGGATGGCTGACAGCCAGCTTGT 299 

□ 73 ThrCysPheProLeuGluGlyGlyAlaMetSerSerGlnAspGly*** 87 

«P 300 CAAGAAACTCACTCTGGAGCCTCCCCCACCCCACCCTCTCCTCTCCTTCGGGCTCCTTTC 359 

-E 87 • 87 

II n 

j =2 360 CC 361 

; ? F 87 87 
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Fig. 35 
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1 MKAVGAWLLC LLLLGLALQG AASRAHQHSM EIRTPDINPA WYAGRGIRPV 

1 M-ALKTWLLC LLLLSLVLPG ASSRAHQHSM ETRTPDINPA WYTGRGIRPV 

1 MKVLRAWLLC LLMLGLALRG AASRTHRHSM EIRTPDINPA WYASRGIRPV 

60 70 80 90 100 

51 GRFGRRRAAP GDGPRPGPRR VPACFRLEGG AEPSRALPGR LTAQLVQE* . 

51 GRFGRRRATP RDVTGLG QLSCLPLDGR TKFSQRG* 

51 GRFGRRRATL GDVPKPGLRP RLTCFPLEGG AMSSQDG* 
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Fig. 36 
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Fig. 37 
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[ 3 H]-Arachidonic acid release (19P2-L31) 
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Fig. 39 
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Fig. 40 
25 

E 20 
"S) 

.£ 15 

"5 

o> 

£ 10 




10 20 

TLmefmm) 



30 



40 



U7 / 4^D^y 



42/61 



Fig. 41 
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Fig. 42 
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Fig. 44 
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Pig. 45 

° Control (n-7) 

• 1 0 nmof 1 9P2-L3 1 (n=»4) 
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Pig. 47 
Pulse wave 
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Fig. 50 

Titeration cu : rve of anti-bovine 19P2 peptide. I, IX 
III sorxiiti using HRP-pepti<3« I, II . or III 
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Fig. 51 

Inhibition of A. A release by anti 19P2 peptide 
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Fig. 52 
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Vol Sec Al* Thr Vol Pro Ara Al* Ala Ala Vol Thr Pro Ph* Cln Ser Leu Gin 
171 180 189 198 207 IIS 

cta era CAC cas etc aao cca cts atc cts ato cto tac acc atc cts era ore 

Lm Vol Hi* Cln Uu Ly* Cly Leu lie Vol Hoc Leu Tyr Ser tie Vol Vol Vol 

223 234 243 232 2S1 270 

• CTS CST CTO CTO CSC AAC TCC CTT CTT STCCTSSTSATCGOTCCCCTCCCCCCG 

Vol Cly Leu Vol Cly Am Cy* Leu IxjU Vol Leu Vol II* Ala Ara Vol Arj Anj 

279 288 297 304 313 324 

CTC CAC AAC CTO ACS AAC TTC CTC ATC CCC AAC CTO CCC TTO TCC CAT CTO CTC 

Leu His Asm Vol Thr Am Ph* Lou tie Cly Am Lou Ala Lou Ser Asp Vol Lou 

s «»j 333 342 351 3S0 3S9 378 

: ==* ATS TCT CCC CCC TCT STO CCT CTC ACS CTS CCC TAC CCC TTT CAA CCT COT CCC 

!i 3 Hoe Cy* AL* Ala Cy* Vol ?to Lou Thr Lou Ala Tyr Al* fb* Clu Pro Ara Cly 

387 39« 403 414 423 432 

:! £ TOO STO TTC CCT CCA CCC CTO TCC CAC CTT CTT TTC TTC CTO OS COS CTC ACC 

;T? ' Trp Vai Pho Cly Cly Sly Leu Cys Hi* Leu Vol Pho pho Lou Cla Pro Vol Thr 

\J\ 441 4S0 439 448 477 485 

"'=b SIC TAC CTA TCS GTS TTC ACA CTC ACC ACA ATC OCT CTC CAC CCC TAT CTO CTT 

; "fs _ Vai Tyr Vai _Ser J/al_ Pho Thr Lou TSr _TSbt_ Iie_Ala Vol Asp Ara Tyr V*i Voi_ 

493 304 313 323 331 S40 

CTS GTS CAC CCS CTA COT CCS CCC ATT TCA CTO AAC CTC ACC CCC TAC OCT GTS 

!** L*uV«lKL*ProLeuAraAraAra II* S*rLeuLy*t^S*rAl*TyrAl*\Vai 

I'U 349 538 3«7 578 585 394 

»JI CTS CCC ATC TCS CCT CTA TCT CCA CTS CIS CCS CTC CCS CCC CCC CTS OC ACS 

Lou Sly Ilo Trp AL* Lou Ser AL* Vol L*u Ala Lou Pro Ala Al* V«l His Thr 

-.Ft 

■ n 



S03 512 «21 «30 «39 S*8 

TAC CAT CTA GAS CTC AAS CCC CAC CAC CIS CCC CTC TCC CAS SAC TTC TCC CCT 

Tyr HI* Vol Clu Lou Ly* Pro Kl* A*p Vol As* Leu Cys Olu Clu Ph* Trp Cly 

S57 S66 «7S 584 «93 702 

ICS CAC CAC CCC CAC CCA CAS ATC TAT CCC TCC CCS CTS CTC CTO GOC ACC TAT 

Ser Sin Clu Arp Cla Arp Ola Ilo Tyr Ala Trp Sly Lou Lou Lou Sly TSr Tyr 

711 720 729 738 747 756" 

TTS CTC CCC CTS CTS CCC ATT CTC CTC TCT TAC CTC CCS GTS TCC CTC AAS TIC 

Leu Leu Pro Leu L*u Ala Ilo Leu Lou Ser Tyr Vol Arg Vol S*r Vol Ly* Leu 

7«5 774 783 792 801 810 

COOAACCCCCTCCTOCCTCOCACCSTSACrCACACCCAOCCT 

Arg Am Arg Vol Vol Pro Cly Ser Vai Thr Cla Sor Cln AL* A*p Trp Aap Ara: 

819 828 837 84S »33 964 

CCC CST CCS COT CSC ACT TTC TCC CTC CTS STO STO CTS SIC STC CIS TTC OSS 

AU Arg Arg Ara Arg Thr Pho Cys Leu Leu V*l V*l Vol V*l Vol Vol Pho AL* 

873 882 891 900 909 918 

ffTC TCC TCS CTS CCT CTC CAC ATT TTC AAC CTCj CTS CCS CAC CTO CAC CCS CCT 

V»lCyoTrpLeuProL*uHl*tloPheAmt^LeuAr«AmLeuAmProAra 

937 934 945 954 943 973 

CCC ATC CAC CCC TAC CCC TTC COS CTS GTS CAS CTC CTC TCC CAC TCS CTT CCC 

Al* tl* Aep Pro Tyr Ala Ph* Oly Leu Vol Cln Leu Leu Cy* Hi* Trp Leu AL* 

981 990 999 1008 1017 1025 

ATO ACC TCC CCC TCC TAC AAC CCC TTC ATC TAT COT TCS CTO CAC CAC ACC TTC 

Hot Ser Ser Al* Cy* Tyr Am Pro Pho, tl* Tyr Ala Tip Leu Hi* Aep Sor Pho 

1033 t044 1033 1043 1071 1080 

CCA GAO CAS CTA CCC AAS ATO CTT CTO TCT TCS CCC CCC AAS ATC CTC CCT CAT 

Ara Olu Glu Lou Arp Lye Hoe Leu Leu Sor Trp Pro Ara Ly* Ilo Vol Pro HI* 

1089 1098 1107 1114 

acc cm AAT Axa acc arc act ara arc atc tca, tca, J" 

Sly 0 In Am Hoc Thr Vol Ser V*l V*l tl* 
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Fig. 53 
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Fig. 54 

AC ATC TCG CAT CAT CCA GGA AGA CCC AGC AT G CCA CCG ACG ACC TGC CTT CTC TCC 

Mec Ala Pro Arg Thr Trp Leu Leu Cys 

TTC CTC CTC CTA GGC TTA GTC CTC CCA CGA OCT TCC ACC CGA GCC CAC CAG CAC 
Leu Leu Leu Leu Gly Leu Val Leu Pro Gly Ala Ser Ser Arg Ala His Gin His 

TCC ATG GAG ACC CGC A^GT GAG TGC CTG GCA TAT GGA GGA CAG CCA CTC TCA CCT 
Ser Mec Glu Thr Arg 

CCC ATC CAT ATG CTT CCC AAA TGC CTT GAG TAC CCA GCC CCT GAA TCG GAG GTT 
AGC CAT CTC CTA AGC CAG TGG TTT CCA ACC TTC CTA ATA CAG AAC TTT TAA TAC 
AGA TCC TTA TGT TGT GGT GAC CCC CAG CCA GAA AAT TAT TCT GAT GCT GTT TTC 
ATA GTT GTA ACT TTT GCT ACT GTT ATG GAT CAT AAT GTT AAT ATC TCA AAT GCA 
GGA TGT CTG ATA TGC GCC CTT CCC CCC-AAA CAA AAG GGA CAC AAC CCA CAG GTT 

"EIC CTT ACC ATG CAG TCA GTT GGG AGA 
TTG GTC CTC TTA AGA TCT CCC CAG AAT GGT CCT GTT TCC TCT CCT CAT CAT TCC 
CCT AAC CCA TCT TTC TGG GGT CCC TTA AGA CTT TGG AGG ATG ACA GTC AGA CAG 
GAA GAG AAT ACT GAT CCT GGC ATA TGT CTA AAT AAA TTC CCT AAA GCC ACA CCA 
CTG CCC AGA TAT GCC CAG CCA GTC TAA TCA GGG TCG GTG CCA ACA TGG CCT GGT 
GCC CAG GTT TCC ATC AGC TTA GGG GCT CCC GTC TCC CAT ACG CTG CTC TGA CTC 

TTT CCT TTC CAG^CC CCT GAC ATC AAT CCT GCC TGG TAC ACG GGT CGT GGG ATC 
Thr Pro Asp lie Asn Pro Ala Trp Tyr Thr Gly Arg Gly He 

AGG CCT GTC GGC CGC TTC GGG AGG AGG AGG GCA GCC CTG ACG GAT GTC ACC GGA , 
Arg Pro Val Gly Arg Phe Gly Arg ' Arg Arg Ala Ala Leu Arg Asp Val Thr Gly 

CCTGTCCICO^TCCCGGCTAAGCTXXTTC 

Pro Gly Leu Arg Cys Arg Leu Ser Cys Phe Pro Leu Asp Gly Ser Ala Lys Phe 

TCT 9 ^ TCG AGA AGA CAG TGC TGC TGA CTC GAC 

Ser His Ser Ser Arg Arg Gin Cys Cys — 
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Fig. 55 

PRLRIA RC-4B/CP19 
Dose-Response for 30 min 



.4 



Ufa 




Cell Culture:RC-4B/CP19 

1x10 5 /well, for 2 Days 
(12 well-plates) 

(control: n=2, other points: n=4) 
Wash 3 times 

Pre-lncubation (for 1 5 min) 
Wash twice, Add Samples 
Incubation (for 30min) 
Sup. Collected, Centrifuged 

Assay: Rat [1 251] Prolactin 

Assay System (RIA) (Amersharn) 

**:p<0.01 (students' t-test) 
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Pig. 56 
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Fig. 57 
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0 



a - -l%BSA/saline 
o— 19P2-L31 5 nmol/kg 
19P2-L31 SO nmol/kg 

*; p<0.05 
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Fig. 60 
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o — 19P2-U1 5 nmol/kg 
19P2-U1 50 nmol/kg 
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• • O - • i%BS A/saline 

19P2-L3I S nmol/kg 
I9P2-L3I 50 nmol/kg 
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